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<210> 1 

<211> 1023 

<212> DNA 

<213> Homo sapiens 



% 



<220> 

<221> CDS 

<222> (1) . . (1023) 

<223> human G-protein coupled receptor (GPCR) TGR342, 
melanin-concentrating hormone receptor 2 (MCHr2) 



<400> 1 

atgaatccat 

aataaagagt 

attgggatta 

agatccagga 

gtccacatag 

tttggggggc 

agtgccatca 

ctgacacgtt 

tcctttatcc 

gttgagagtt 

ttgacgataa 

ttatgctata 



ttcatgcatc 
ttgcttatca 
tctgttcaac 
aaaaaacagt 
ttggaatgcc 
ctctctgcac 
tgactgtaat 
ggagaacaag 
tggcattgcc 
gtgcttttga 
caactttttt 
cttgggagat 



ttgttggaac 
aactgccagt 
agggctggtt 
ccctgacatc 
ttttcttatt 
catcatcaca 
gagtgtggac 
gtacaagacc 
tgtctgggtc 
tttgacatcc 
tttccctcta 
gtatcaacag 



acctctgccg 
gtggtagata 
ggcaacatcc 
tatatctgca 
caccaatggg 
tccctggata 
aggtactttg 
atccggatca 
tactcgaagg 
cctgacgatg 
cccttgattt 
aataaggatg 



aacttttaaa 
cagtcatcct 
tcattgtatt 
acctggctgt 
cccgaggggg 
cttgtaacca 
ccctcgtcca 
atttgggcct 
tcatcaaatt 
tactctggta 
tggtgtgcta 
ccagatgctg 



caaatcctgg 
cccttccatg 
cactataata 
ggctgatttg 
agagtgggtg 
atttgcctgt 
accatttcga 
ttgggcagct 
taaagacggt 
tacactttat 
tattttaatt 
caatcccagt 
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1 



gtaccaaaac agagagtgat gaagttgaca aagatggtgc tggtgctggt ggtagtcttt 780 
atcctgagtg ctgcccctta tcatgtgata caactggtga acttacagat ggaacagccc 840 
acactggcct tctatgtggg ttattacctc tccatctgtc tcagctatgc cagcagcagc 900 
attaaccctt ttctctacat cctgctgagt ggaaatttcc agaaacgtct gcctcaaatc 960 
caaagaagag cgactgagaa ggaaatcaac aatatgggaa acactctgaa atcacacttt 1020 
tag 1023 



<210> 2 
<211> 340 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human G-protein coupled receptor (GPCR) TGR342, 
melanin-concentrating hormone receptor 2 (MCHr2) 

<400> 2 

Met Asn Pro Phe His Ala Ser Cys Trp Asn Thr Ser Ala Glu Leu Leu 

15 10 15 

Asn Lys Ser Trp Asn Lys Glu Phe Ala Tyr Gin Thr Ala Ser Val Val 

20 25 30 

Asp Thr Val lie Leu Pro Ser Met lie Gly lie lie Cys Ser Thr Gly 

35 40 45 

Leu Val Gly Asn lie Leu lie Val Phe Thr lie lie Arg Ser Arg Lys 

50 55 60 

Lys Thr Val Pro Asp lie Tyr lie Cys Asn Leu Ala Val Ala Asp Leu 
65 70 75 80 

Val His lie Val Gly Met Pro Phe Leu lie His Gin Trp Ala Arg Gly 

85 90 95 

Gly Glu Trp Val Phe Gly Gly Pro Leu Cys Thr lie lie Thr Ser Leu 

100 105 110 

Asp Thr Cys Asn Gin Phe Ala Cys Ser Ala lie Met Thr Val Met Ser 

115 120 125 

Val Asp Arg Tyr Phe Ala Leu Val Gin Pro Phe Arg Leu Thr Arg Trp 

130 135 140 

Arg Thr Arg Tyr Lys Thr lie Arg lie Asn Leu Gly Leu Trp Ala Ala 
145 150 155 160 

Ser Phe lie Leu Ala Leu Pro Val Trp Val Tyr Ser Lys Val lie Lys 

165 170 175 

Phe Lys Asp Gly Val Glu Ser Cys Ala Phe Asp Leu Thr Ser Pro Asp 

180 185 190 

Asp Val Leu Trp Tyr Thr Leu Tyr Leu Thr lie Thr Thr Phe Phe Phe 

195 200 205 

Pro Leu Pro Leu lie Leu Val Cys Tyr lie Leu lie Leu Cys Tyr Thr 

210 215 220 

Trp Glu Met Tyr Gin Gin Asn Lys Asp Ala Arg Cys Cys Asn Pro Ser 
225 230 235 240 

Val Pro Lys Gin Arg Val Met Lys Leu Thr Lys Met Val Leu Val Leu 

245 250 255 

Val Val Val Phe lie Leu Ser Ala Ala Pro Tyr His Val lie Gin Leu 

260 265 270 

Val Asn Leu Gin Met Glu Gin Pro Thr Leu Ala Phe Tyr Val Gly Tyr 

275 280 285 

Tyr Leu Ser lie Cys Leu Ser Tyr Ala Ser Ser Ser lie Asn Pro Phe 

290 295 300 

Leu Tyr lie Leu Leu Ser Gly Asn Phe Gin Lys Arg Leu Pro Gin lie 
305 310 315 320 

Gin Arg Arg Ala Thr Glu Lys Glu lie Asn Asn Met Gly Asn Thr Leu 
325 330 335 
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# 



Lys Ser His Phe 
340 



<210> 3 

<211> 1002 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (1) . . (1002) 

<223> human G-protein coupled receptor (GPCR) TGR339 



<400> 3 

atgtggagct 

gacctgcagc 

ggcctgtgct 

atgccggacg 

cctgtgcacc 

gtccacgtgg 

gccctgctga 

gtgtacaaca 

tcctcgctgc 

atgcagaacg 

ctggccaccc 

gaccgggaca 

acgcagtttg 

tcgcgaggga 

tccaaactcc 

cagagcttcc 

tgctccccgg 



gcagctggtt 
tggggctgtc 
acaacgccct 
tgtactttgt 
tgctcggccc 
cactgcagat 
gcctcgacca 
cgcggcacgt 
tcttctacat 
cagaagctgc 
tctacgcgct 
cgggccggct 
ggctctggac 
agcccgtgga 
tggccttctc 
ccagcaagct 
accacatggg 



caacggcaca 
actgttgtcg 
gctggtgctg 
caacatggca 
cccgagctcc 
ccccttcaat 
ctacatcgag 
gtgcggcttc 
ctgcagccat 
cgacgccacg 
ggtgctactc 
ggagccctcg 
gccacactat 
cgcacactac 
cagcagcttt 
ccaacggctg 
ggtgcagcag 



gggctggtgg 
ctgctgggcc 
gccaacctac 
gtggcaggcc 
cggtgggcgc 
gtgtcctcac 
cgtgcactgc 
gtgtggggtg 
gtgtccaccc 
ctggtgttca 
tcccgcgtcc 
gcacacaggc 
ctgatcctgc 
ctggggctac 
gtgacaccac 
atgaaaaagc 
gtgctggcgt 



aggagctgcc 
tggtggtggg 
acagcaaggc 
tggtgctcag 
tgtggagtgt 
tggtggccat 
cgcggaccta 
gcgcgctgct 
gcgcgctaga 
tcggctacgt 
gcagggagga 
tgctggtggc 
tggggcacac 
tgcactttgt 
ttctctaccg 
tgccctgcgg 
ag 



tgcctgccag 
cgtgccagtg 
cagcatgacc 
cgccctggcc 
gggcggcgaa 
gtactccacc 
catggccagc 
gaccagcttc 
gtgcgccaag 
ggtgccagca 
cacgcccctg 
caccgtgtgc 
ggtcatcatc 
gaaggatttc 
ctacatgaac 
ggaccggcac 
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1002 



<210> 4 
<211> 333 
<212> PRT 

<213> Homo sapiens 



<220> 

<223> human G-protein coupled receptor (GPCR) TGR339 
<400> 4 

Met Trp Ser Cys Ser Trp Phe Asn Gly Thr Gly Leu Val Glu Glu Leu 

15 10 15 

Pro Ala Cys Gin Asp Leu Gin Leu Gly Leu Ser Leu Leu Ser Leu Leu 

20 25 30 

Gly Leu Val Val Gly Val Pro Val Gly Leu Cys Tyr Asn Ala Leu Leu 

35 40 45 

Val Leu Ala Asn Leu His Ser Lys Ala Ser Met Thr Met Pro Asp Val 

50 55 60 

Tyr Phe Val Asn Met Ala Val Ala Gly Leu Val Leu Ser Ala Leu Ala 
65 70 75 80 

Pro Val His Leu Leu Gly Pro Pro Ser Ser Arg Trp Ala Leu Trp Ser 

85 90 95 

Val Gly Gly Glu Val His Val Ala Leu Gin lie Pro Phe Asn Val Ser 

100 105 110 

Ser Leu Val Ala Met Tyr Ser Thr Ala Leu Leu Ser Leu Asp His Tyr 

115 120 125 

lie Glu Arg Ala Leu Pro Arg Thr Tyr Met Ala Ser Val Tyr Asn Thr 
130 135 140 
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Arg His Val Cys 
145 

Ser Ser Leu Leu 

Glu Cys Ala Lys 
180 

Phe lie Gly Tyr 
195 

Leu Leu Ser Arg 
210 

Gly Arg Leu Glu 
225 

Thr Gin Phe Gly 

Thr Val lie lie 
260 

Leu Leu His Phe 
275 

Ser Phe Val Thr 
290 

Ser Lys Leu Gin 
305 

Cys Ser Pro Asp 




Gly Phe Val Trp 
150 

Phe Tyr lie Cys 
165 

Met Gin Asn Ala 

Val Val Pro Ala 
200 

Val Arg Arg Glu 
215 

Pro Ser Ala His 
230 

Leu Trp Thr Pro 
245 

Ser Arg Gly Lys 

Val Lys Asp Phe 
280 

Pro Leu Leu Tyr 
295 

Arg Leu Met Lys 
310 

His Met Gly Val 
325 



Gly Gly Ala Leu 
155 

Ser His Val Ser 
170 

Glu Ala Ala Asp 
185 

Leu Ala Thr Leu 

Asp Thr Pro Leu 
220 

Arg Leu Leu Val 
235 

His Tyr Leu lie 
250 

Pro Val Asp Ala 
265 

Ser Lys Leu Leu 

Arg Tyr Met Asn 
300 

Lys Leu Pro Cys 
315 

Gin Gin Val Leu 
330 




Leu Thr Ser Phe 
160 

Thr Arg Ala Leu 
175 

Ala Thr Leu Val 
190 

Tyr Al a Leu Va 1 
205 

Asp Arg Asp Thr 

Ala Thr Val Cys 
240 

Leu Leu Gly His 
255 

His Tyr Leu Gly 
270 

Ala Phe Ser Ser 
285 

Gin Ser Phe Pro 

Gly Asp Arg His 
320 

Ala 



<210> 5 

<211> 1296 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (1296) 

<223> human G-protein coupled receptor (GPCR) TGR346 
<400> 5 

atgcaggcgc ttaacattac cccggagcag ttctctcggc tgctgcggga ccacaacctg 60 
acgcgggagc agttcatcgc tctgtaccgg ctgcgaccgc tcgtctacac cccagagctg 120 
ccgggacgcg ccaagctggc cctcgtgctc accggcgtgc tcatcttcgc cctggcgctc 180 
tttggcaatg ctctggtgtt ctacgtggtg acccgcagca aggccatgcg caccgtcacc 240 
aacatcttta tctgctcctt ggcgctcagt gacctgctca tcaccttctt ctgcattccc 300 
gtcaccatgc tccagaacat ttccgacaac tggctggggg gtgctttcat ttgcaagatg 360 
gtgccatttg tccagtctac cgctgttgtg acagaaatcc tcactatgac ctgcattgct 420 
gtggaaaggc accagggact tgtgcatcct tttaaaatga agtggcaata caccaaccga 480 
agggctttca caatgctagg tgtggtctgg ctggtggcag tcatcgtagg atcacccatg 540 
tggcacgtgc aacaacttga gatcaaatat gacttcctat atgaaaagga acacatctgc 600 
tgcttagaag agtggaccag ccctgtgcac cagaagatct acaccacctt catccttgtc 660 
atcctcttcc tcctgcctct tatggtgatg cttattctgt acagtaaaat tggttatgaa 720 
ctttggataa agaaaagagt tggggatggt tcagtgcttc gaactattca tggaaaagaa 780 
atgtccaaaa tagccaggaa gaagaaacga gctgtcatta tgatggtgac agtggtggct 840 
ctctttgctg tgtgctgggc accattccat gttgtccata tgatgattga atacagtaat 900 
tttgaaaagg aatatgatga tgtcacaatc aagatgattt ttgctatcgt gcaaattatt 960 
ggattttcca actccatctg taatcccatt gtctatgcat ttatgaatga aaacttcaaa 1020 
aaaaatgttt tgtctgcagt ttgttattgc atagtaaata aaaccttctc tccagcacaa 1080 
aggcatggaa attcaggaat tacaatgatg cggaagaaag caaagttttc cctcagagag 1140 
aatccagtgg aggaaaccaa aggagaagca ttcagtgatg gcaacattga agtcaaattg 1200 
tgtgaacaga cagaggagaa gaaaaagctc aaacgacatc ttgctctctt taggtctgaa 1260 
ctggctgaga attctccttt agacagtggg cattaa 1296 



4 



<210> 6 

<211> 431 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> human G-protein coupled receptor (GPCR) TGR346 
<400> 6 

Met Gin Ala Leu Asn lie Thr Pro Glu Gin Phe Ser Arg Leu Leu Arg 

15 10 15 

Asp His Asn Leu Thr Arg Glu Gin Phe lie Ala Leu Tyr Arg Leu Arg 

20 25 30 

Pro Leu Val Tyr Thr Pro Glu Leu Pro Gly Arg Ala Lys Leu Ala Leu 

35 40 45 

Val Leu Thr Gly Val Leu lie Phe Ala Leu Ala Leu Phe Gly Asn Ala 

50 55 60 

Leu Val Phe Tyr Val Val Thr Arg Ser Lys Ala Met Arg Thr Val Thr 
65 70 75 80 

Asn lie Phe lie Cys Ser Leu Ala Leu Ser Asp Leu Leu lie Thr Phe 

85 90 95 

Phe Cys lie Pro Val Thr Met Leu Gin Asn lie Ser Asp Asn Trp Leu 

100 105 110 

Gly Gly Ala Phe lie Cys Lys Met Val Pro Phe Val Gin Ser Thr Ala 

115 120 125 

Val Val Thr Glu lie Leu Thr Met Thr Cys lie Ala Val Glu Arg His 

130 135 140 

Gin Gly Leu Val His Pro Phe Lys Met Lys Trp Gin Tyr Thr Asn Arg 
145 150 155 160 

Arg Ala Phe Thr Met Leu Gly Val Val Trp Leu Val Ala Val lie Val 

165 170 175 

Gly Ser Pro Met Trp His Val Gin Gin Leu Glu He Lys Tyr Asp Phe 

180 185 190 

Leu Tyr Glu Lys Glu His He Cys Cys Leu Glu Glu Trp Thr Ser Pro 

195 200 205 

Val His Gin Lys He Tyr Thr Thr Phe He Leu Val He Leu Phe Leu 

210 215 220 

Leu Pro Leu Met Val Met Leu lie Leu Tyr Ser Lys He Gly Tyr Glu 
225 230 235 240 

Leu Trp He Lys Lys Arg Val Gly Asp Gly Ser Val Leu Arg Thr He 

245 250 255 

His Gly Lys Glu Met Ser Lys He Ala Arg Lys Lys Lys Arg Ala Val 

260 265 270 

He Met Met Val Thr Val Val Ala Leu Phe Ala Val Cys Trp Ala Pro 

275 280 285 

Phe His Val Val His Met Met He Glu Tyr Ser Asn Phe Glu Lys Glu 

290 295 300 

Tyr Asp Asp Val Thr He Lys Met He Phe Ala He Val Gin He He 
305 310 315 320 

Gly Phe Ser Asn Ser He Cys Asn Pro He Val Tyr Ala Phe Met Asn 

325 330 335 

Glu Asn Phe Lys Lys Asn Val Leu Ser Ala Val Cys Tyr Cys He Val 

340 345 350 

Asn Lys Thr Phe Ser Pro Ala Gin Arg His Gly Asn Ser Gly He Thr 

355 360 365 

Met Met Arg Lys Lys Ala Lys Phe Ser Leu Arg Glu Asn Pro Val Glu 

370 375 380 

Glu Thr Lys Gly Glu Ala Phe Ser Asp Gly Asn He Glu Val Lys Leu 
385 390 395 400 

Cys Glu Gin Thr Glu Glu Lys Lys Lys Leu Lys Arg His Leu Ala Leu 
405 410 415 
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Phe Arg Ser Glu Leu Ala Glu Asn Ser Pro Leu Asp Ser Gly His 
420 425 430 



<210> 7 

<211> 1297 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (84) . . (1199) 

<223> human G-protein coupled receptor (GPCR) TGR60 Sequence 1 



<400> 7 

gctgcccagc 

tgaggctcaa 

gtgggaccgg 

ctgaagtggt 

tgataactct 

ccacatggag 

cagattcttt 

acttcacggg 

acgcctctac 

ccatgaagtt 

tgtcttttct 

gtgaagtgca 

tcgtggcctt 

tgatccgaac 

atgggaaact 

tcaagtatag 

ttgacatttt 

tgatcattca 

tcagcagctc 

tccgggagag 

ccctagggca 

gcttgggcac 



tctcaggagg 
ccccgcctga 
gcagacgctg 
ggaaggaaag 
gtgggtcctc 
gagaaagaag 
cacaggactg 
acctgacctg 
ctacgtcctg 
ccttcaagga 
gttctccatt 
gtgctgggcc 
cctggtgtac 
tatttggatt 
gtgcagcagc 
catcatcatc 
ggacaatttc 
gaacctgcca 
catctctttc 
aactgagagg 
gtgccagtgc 
gtgcatggaa 



caagctggac 
gccatgccag 
gattcttccc 
gaatggggtt 
tttgttttta 
aagtcaagaa 
gtcaacatct 
gtttgccgag 
gtgtccctca 
gaaaagcaag 
cccaccctga 
ctgtggcctg 
ttcatccctc 
aaaagcaaaa 
tataaccgag 
attcttgcct 
aacctccttc 
gcattgaata 
ccctgcaggg 
catgagatgc 
taggctgagc 
cccgagccaa 



tccctcactc 
ccaacttcac 
cagtggcttg 
ccttctacta 
ccattgttgg 
tgaccttctt 
tgacagatat 
tggtccgcta 
gcatagacag 
ccagggtcct 
tcatatttgg 
acgactccta 
tgacaatcat 
cctacgaaac 
gactcatctc 
tcatctgctg 
cagacaccca 
gtgccatcaa 
agcaaagatc 
agattctgtc 
accatcagct 
cttcacc 



ggctgcagga 
agagggcagc 
cactgaaaca 
ctcctttaag 
aaactccgtt 
tgtgactcag 
taattggcga 
tttgcaggtt 
ataccatgcc 
cattgtgatc 
gaagaggaca 
ctggacccca 
cagcatcatg 
agtgatttcc 
aaaggcaaaa 
ttggagtcca 
ggagcgtttc 
ccccctcatc 
acaggattcc 
caagccagaa 
cttccaggtc 



gcaaggacag 
ttcgattcca 
gtgactttta 
actgagcaat 
gtgctttttt 
ctggccatca 
ttcactggag 
gtgctgctct 
atcgtctacc 
gcctggagcc 
ctgtccaacg 
tacatgacca 
tatggcattg 
aactgctcag 
atcaaggcta 
tacttcctgt 
tatgcctctg 
tactgtgtct 
agaatgacgt 
ttcatctaga 
cttgtcacct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1297 



<210> 8 
<211> 371 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human G-protein coupled receptor (GPCR) TGR6 0 Sequence 1 



<400> 8 



Met 


Pro 


Ala 


Asn 


Phe 


Thr 


Glu 


Gly 


Ser 


Phe 


Asp 


Ser 


Ser 


Gly 


Thr 


Gly 


1 








5 










10 










15 




Gin 


Thr 


Leu 


Asp 
20 


Ser 


Ser 


Pro 


Val 


Ala 
25 


Cys 


Thr 


Glu 


Thr 


Val 
30 


Thr 


Phe 


Thr 


Glu 


Val 
35 


Val 


Glu 


Gly 


Lys 


Glu 
40 


Trp 


Gly 


Ser 


Phe 


Tyr 
45 


Tyr 


Ser 


Phe 


Lys 


Thr 
50 


Glu 


Gin 


Leu 


He 


Thr 
55 


Leu 


Trp 


Val 


Leu 


Phe 
60 


Val 


Phe 


Thr 


He 


Val 


Gly 


Asn 


Ser 


Val 


Val 


Leu 


Phe 


Ser 


Thr 


Trp 


Arg 


Arg 


Lys 


Lys 


Lys 


65 










70 










75 










80 


Ser 


Arg 


Met 


Thr 


Phe 
85 


Phe 


Val 


Thr 


Gin 


Leu 
90 


Ala 


He 


Thr 


Asp 


Ser 
95 


Phe 



6 



Thr Gly Leu Val Asn lie Leu Thr Asp lie Asn Trp Arg Phe Thr Gly 

100 105 110 

Asp Phe Thr Gly Pro Asp Leu Val Cys Arg Val Val Arg Tyr Leu Gin 

115 120 125 

Val Val Leu Leu Tyr Ala Ser Thr Tyr Val Leu Val Ser Leu Ser lie 

130 135 140 

Asp Arg Tyr His Ala lie Val Tyr Pro Met Lys Phe Leu Gin Gly Glu 
145 150 155 160 

Lys Gin Ala Arg Val Leu lie Val lie Ala Trp Ser Leu Ser Phe Leu 

165 170 175 

Phe Ser lie Pro Thr Leu lie lie Phe Gly Lys Arg Thr Leu Ser Asn 

180 185 190 

Gly Glu Val Gin Cys Trp Ala Leu Trp Pro Asp Asp Ser Tyr Trp Thr 

195 200 205 

Pro Tyr Met Thr lie Val Ala Phe Leu Val Tyr Phe lie Pro Leu Thr 

210 215 220 

lie lie Ser lie Met Tyr Gly lie Val lie Arg Thr lie Trp lie Lys 
225 230 235 240 

Ser Lys Thr Tyr Glu Thr Val lie Ser Asn Cys Ser Asp Gly Lys Leu 

245 250 255 

Cys Ser Ser Tyr Asn Arg Gly Leu lie Ser Lys Ala Lys lie Lys Ala 

260 265 270 

lie Lys Tyr Ser lie lie lie lie Leu Ala Phe lie Cys Cys Trp Ser 

275 280 285 

Pro Tyr Phe Leu Phe Asp lie Leu Asp Asn Phe Asn Leu Leu Pro Asp 

290 295 300 

Thr Gin Glu Arg Phe Tyr Ala Ser Val lie lie Gin Asn Leu Pro Ala 
305 310 315 320 

Leu Asn Ser Ala lie Asn Pro Leu lie Tyr Cys Val Phe Ser Ser Ser 

325 330 335 

lie Ser Phe Pro Cys Arg Glu Gin Arg Ser Gin Asp Ser Arg Met Thr 

340 345 350 

Phe Arg Glu Arg Thr Glu Arg His Glu Met Gin lie Leu Ser Lys Pro 

355 " 360 365 

Glu Phe lie 
370 



<210> 9 

<211> 1628 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (84) . . (1130) 

<223> human G-protein coupled receptor (GPCR) TGR6 0 Sequence 2 



<400> 9 

gctgcccagc 

tgaggctcaa 

gtgggaccgg 

ctgaagtggt 

tgataactct 

ccacatggag 

cagattcttt 

acttcacggg 

acgcctctac 

ccatgaagtt 

tgtcttttct 

gtgaagtgca 



tctcaggagg 
ccccgcctga 
gcagacgctg 
ggaaggaaag 
gtgggtcctc 
gagaaagaag 
cacaggactg 
acctgacctg 
ctacgtcctg 
ccttcaagga 
gttctccatt 
gtgctgggcc 



caagctggac 
gccatgccag 
gattcttccc 
gaatggggtt 
tttgttttta 
aagtcaagaa 
gtcaacatct 
gtttgccgag 
gtgtccctca 
gaaaagcaag 
cccaccctga 
ctgtggcctg 



tccctcactc 
ccaacttcac 
cagtggcttg 
ccttctacta 
ccattgttgg 
tgaccttctt 
tgacagatat 
tggtccgcta 
gcatagacag 
ccagggtcct 
tcatatttgg 
acgactccta 



ggctgcagga 
agagggcagc 
cactgaaaca 
ctcctttaag 
aaactccgtt 
tgtgactcag 
taattggcga 
tttgcaggtt 
ataccatgcc 
cattgtgatc 
gaagaggaca 
ctggacccca 



gcaaggacag 
ttcgattcca 
gtgactttta 
actgagcaat 
gtgctttttt 
ctggccatca 
ttcactggag 
gtgctgctct 
atcgtctacc 
gcctggagcc 
ctgtccaacg 
tacatgacca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 
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tcgtggcctt 
tgatccgaac 
atgggaaact 
tcaagtatag 
ttgacatttt 
tgatcattca 
tcagcagctc 
gatgacactt 
actgttggga 
gcagcatgga 
attcccagtg 
cattaatgat 
tctttgttta 
taagacgtgc 
caaaagcaga 
cttcttta 



cctggtgtac 
tatttggatt 
gtgcagcagc 
catcatcatc 
ggacaatttc 
gaacctgcca 
catctctttc 
cgaactttgg 
aggcaggatt 
atcatatggt 
ttggaggtgg 
ttagagccat 
aaagtttgtg 
ctgcttcccc 
agccactatg 



ttcatccctc 
aaaagcaaaa 
tataaccgag 
attcttgcct 
aacctccttc 
gcattgaata 
ccctgcagga 
acttttgagt 
gtattttgaa 
ctagatatat 
ggtctggtgg 
cccttttgtt 
gtacctccca 
ttcaccttct 
cttcctgaac 



tgacaatcat 
cctacgaaac 
gactcatctc 
tcatctgctg 
cagacaccca 
gtgccatcaa 
tcatagatgg 
taatgttgga 
atttgagaag 
gaccctgtcc 
gaggtgattt 
atggtatagt 
cctctctctc 
tgcatgattg 
agccaatgga 



cagcatcatg 
agtgatttcc 
aaaggcaaaa 
ttggagtcca 
ggagcgtttc 
ccccctcatc 
aaatgactag 
ataagttaag 
gacataaaat 
aaatctcaaa 
gatcatggag 
gagtgagtta 
ttgctcctgc 
taagtttcct 
accatgagcc 



tatggcattg 
aactgctcag 
atcaaggcta 
tacttcctgt 
tatgcctctg 
tactgtgtct 
ccttgtctca 
actttcgggg 
ttgggagggg 
tctaactgta 
gtggagttct 
tcacaagatc 
tctggccatg 
gaggcctccc 
aattaaacct 



780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1628 



<210> 10 

<211> 348 

<212> PRT 

<213> Homo sapiens 
<220> 

<22 3> human G-protein coupled receptor (GPCR) TGR60 Sequence 2 

<400> 10 



Met 


Pro 


Ala 


Asn 


Phe 


Thr 


Glu 


Gly 


Ser 


Phe 


Asp 


Ser 


Ser 




Thr 


uiy 


1 








5 










10 










15 




Gin 


Thr 


Leu 


Asp 


Ser 


Ser 


Pro 


Val 


Ala 


Cys 


Thr 


Glu 


Thr 


Val 


Thr 


Phe 








20 










25 










30 






Thr 


Glu 


Val 


Val 


Glu 


Gly 


Lys 


Glu 


Trp 


Gly 


Ser 


Phe 


Tyr 


Tyr 


Ser 


Phe 






35 










40 










45 








Lys 


Thr 


Glu 


Gin 


Leu 


He 


Thr 


Leu 


Trp 


Val 


Leu 


Phe 


Val 


Phe 


Thr 


He 




50 










55 










60 










Val 


Gly 


Asn 


Ser 


Val 


Val 


Leu 


Phe 


Ser 


Thr 


Trp 


Arg 


Arg 


Lys 


Lys 


Lys 


65 










70 










75 










80 


Ser 


Arg 


Met 


Thr 


Phe 


Phe 


Val 


Thr 


Gin 


Leu 


Ala 


He 


Thr 


Asp 


Ser 


Phe 










85 










90 










95 




Thr 


Gly 


Leu 


Val 


Asn 


He 


Leu 


Thr 


Asp 


He 


Asn 


Trp 


Arg 


Phe 


Thr 


Gly 








100 










105 










110 






Asp 


Phe 


Thr 


Gly 


Pro 


Asp 


Leu 


Val 


Cys 


Arg 


Val 


Val 


Arg 


Tyr 


Leu 


Gin 






115 










120 










125 








Val 


Val 


Leu 


Leu 


Tyr 


Ala 


Ser 


Thr 


Tyr 


Val 


Leu 


Val 


Ser 


Leu 


Ser 


He 




130 










135 










140 










Asp 


Arg 


Tyr 


His 


Ala 


He 


Val 


Tyr 


Pro 


Met 


Lys 


Phe 


Leu 


Gin 


Gly 


Glu 


145 










150 










155 










160 


Lys 


Gin 


Ala 


Arg 


Val 


Leu 


He 


Val 


He 


Ala 


Trp 


Ser 


Leu 


Ser 


Phe 


Leu 










165 










170 










175 




Phe 


Ser 


He 


Pro 


Thr 


Leu 


He 


He 


Phe 


Gly 


Lys 


Arg 


Thr 


Leu 


Ser 


Asn 








180 










185 










190 






Gly Glu 


Val 


Gin 


Cys 


Trp 


Ala 


Leu 


Trp 


Pro 


Asp 


Asp 


Ser 


Tyr 


Trp 


Thr 






195 










200 










205 








Pro 


Tyr 


Met 


Thr 


He 


Val 


Ala 


Phe 


Leu 


Val 


Tyr 


Phe 


He 


Pro 


Leu 


Thr 




210 










215 










220 










lie 


He 


Ser 


He 


Met 


Tyr 


Gly 


He 


Val 


He 


Arg 


Thr 


He 


Trp 


He 


Lys 


225 










230 










235 










240 


Ser 


Lys 


Thr 


Tyr 


Glu 


Thr 


Val 


He 


Ser 


Asn 


Cys 


Ser 


Asp 


Gly 


Lys 


Leu 










245 










250 










255 




Cys 


Ser 


Ser 


Tyr 


Asn 


Arg 


Gly 


Leu 


He 


Ser 


Lys 


Ala 


Lys 


He 


Lys 


Ala 








260 










265 










270 







8 



lie Lys Tyr Ser lie lie lie lie Leu Ala Phe lie Cys Cys Trp Ser 

275 280 285 

Pro Tyr Phe Leu Phe Asp lie Leu Asp Asn Phe Asn Leu Leu Pro Asp 

290 295 300 

Thr Gin Glu Arg Phe Tyr Ala Ser Val He He Gin Asn Leu Pro Ala 
305 310 315 320 

Leu Asn Ser Ala He Asn Pro Leu He Tyr Cys Val Phe Ser Ser Ser 

325 330 335 

He Ser Phe Pro Cys Arg He He Asp Gly Asn Asp 
340 345 



<210> 11 

<211> 1155 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1155) 

<223> Drosophila novel CG6111 sequence, pigment-dispensing 
factor (PDF) receptor 



<400> 11 

atgaaatgtg 

tggatcctgt 

aacaagaatc 

tgcgtgggac 

gcaggcaacc 

acctacgtgc 

ttctcaaagt 

ttgttttcgc 

tgctggattg 

actctatttg 

atttgggcaa 

gccaggaggg 

acattgacca 

ctgcaggtct 

caaagtctgg 

caggtctttc 

tcataccgca 

agttgcgatt 

aagacgaacg 

atgtcggagg 



accacacttt 
tcaccgtcat 
gcaagtcgcg 
tgctcaacgt 
tggcctgcaa 
tggtggccat 
cgtggaaaag 
ttcccatcct 
agttgggttc 
ccattcctgc 
agggttccat 
ccagctcgag 
tcgtgtttgt 
ttggccagat 
caccgctgaa 
gcacattaag 
acaactcgca 
cgatgaggac 
cccgtgtggt 
tatga 



gttctttgca 
cgttctgggc 
gatgaactac 
cctcaccgac 
ggccatccgc 
gagcatcgac 
agcccgtcac 
ggttttgtac 
accgatcgcc 
gctgatcata 
ttttgtaccc 
gggcattatt 
gttcatcatc 
tccacactca 
ctcggcggcg 
tcgctttccg 
gcaaaaccgc 
actgaccact 
aatctgcgaa 



ctctttcaga 
aattcagctg 
ttcattaaac 
atcatatggc 
ttctcgcagg 
agatacgatg 
ctggtggctg 
gaggagaagc 
tggcaggtat 
tctgcctgct 
acggaacgtg 
ccacgggcaa 
tgctggtcgc 
cagaccaaca 
aatccactaa 
ccttttaagt 
tgccacacgg 
tcgttgacgg 
cgtcccacca 



ccgaacagtt 
ttctgttcgt 
agctggcatt 
gcatcacgat 
tctgcgtcac 
ccatcacaca 
gcgcatggct 
tcatccaagg 
acatgagcct 
atgcgatcat 
ctggttttgg 
aggtcaaaac 
cgtatatcat 
ttgccatcgc 
tctattgcct 
ggttcacatg 
ttggtcgtcg 
tttcccgaag 
aggtggttac 



tgctgtgctc 
gatgttcatc 
ggcagatctg 
ttcgtggcgg 
atactcgtcc 
ccccatgaac 
catctcggcg 
acatccgcaa 
ggtgtcggcc 
cgtaaagacg 
agctgcacct 
ggtcaagatg 
cttcgatctg 
caccttcatc 
cttctcatcg 
ctgctgcaag 
gcttcacaac 
gtccaccaac 
cgtgccagcc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1155 



<210> 12 

<211> 384 

<212> PRT 

<213> Drosophila melanogaster 
<220> 

<223> Drosophila novel CG6111 sequence, pigment -dispensing 
factor (PDF) receptor 



<400> 12 

Met Lys Cys Asp His Thr Leu Phe Phe Ala Leu Phe Gin Thr Glu Gin 

15 10 15 

Phe Ala Val Leu Trp He Leu Phe Thr Val He Val Leu Gly Asn Ser 
20 25 30 



9 




Ala 


Val 


Leu 


Phe 


Val 


Met 


Phe 


lie 


Asn 


Lys 


Asn 


Arg 


Lys 


Ser 


Arg 


Met 
















4 n 










45 








Asn 


Tvr 


Phe 


lie 


Lys 


Gin 


Leu 


Ala 


Leu 


Ala 


Asp 


Leu 


Cvs 


Val 


Glv 


Leu 














55 










60 










Leu 


Asn. 


Val 


Leu 


Thr 


Asp 


lie 


lie 


Trn 


Ara 


He 


Thr 


He 


Ser 


Trn 


Arg 












7 0 










75 










80 


Ala 


Gly 


Asn 


Leu 


Ala 


Cys 


Lys 


Ala 


lie 


Arg 


Phe 


Ser 


Gin 


Val 


Cys 


Val 










85 










90 










95 




Thr 


y 


Ser 


Ser 


Thr 


Tvr 
1 


Val 


Leu 


Val 


Ala 


Met 


Ser 


He 


Asp 


ArQ 


Tvr 








inn 










105 










110 






Asp 


Ala 


lie 


Thr 


His 


Pro 


Met 


Asn 


Phe 


Ser 


Lys 


Ser 


Trrj 


Lys 


Ara 


Ala 






1 1 c 

I I D 










12 0 










12 5 










His 


Leu 


Val 


Ala 


Gly 


Ala 


Tm 


Leu 


He 


Ser 


Ala 


Leu 


Phe 


Ser 


Leu 




1 in 
1 0 u 










13 5 










14 0 










Pro 


lie 


Leu 


Val 


Leu 


Tvr 
1 j - 


Glu 


Glu 


Lvs 


Leu 


He 


Gin 


Glv 


His 


Pro 


Gin 


J. *± 










15 0 










155 










160 


Cys 




lie 


Glu 


Leu 


Glv 


Ser 


Pro 


lie 


Ala 




Gin 


Val 


Tvr 


Met 


Ser 










165 










170 










175 




LeU 


Val 


Ser 


Ala 


Thr 


Leu 


Phe 


Ala 


He 


Pro 


Ala 


Leu 


He 


He 


Ser 


Ala 








18 0 










185 










190 








Tvr 

iyjr 


Ala 


lie 


lie 


Val 


Lys 


Thr 


He 


Trp 


Ala 


Lys 


Glv 


Ser 


He 


Phe 






1 qc 










9 n n 
z. w \j 










2 05 








vaJL 


Pro 


Thr 


Glu 


Arg 


Ala 


Gly 


Phe 


Gly Ala 


Ala 


Pro 


Ala 


Ara 


Ara 


Ala 




91 n 










215 










220 










Q O T~ 


Ser 




Gly 


lie 


lie 


Pro 




Ala 


Lys 


Val 


Lys 


Thr 


Val 


Lys 


Met 


99c; 










2 3 0 










2 3 5 










240 


Thr 


Leu 


Thr 


lie 


Val 


Phe 


Val 


Phe 


He 


He 


Cys 


TrD 


Ser 


Pro 


Tvr 


He 










24 5 










250 










255 




lie 


Phe 


Asp 


Leu 


Leu 


Gin 


Val 


Phe 


Gly 


Gin 


He 


Pro 


His 


Ser 


Gin 


Thr 








9 Ci 

O VJ 










265 










2 70 






Asn 


lie 


Ala 


lie 


Ala 


Thr 


Phe 


lie 


Gin 


Ser 


Leu 


Ala 


Pro 


Leu 


Asn 


Ser 






97c 










ft n 










2 85 








M.JL d 




Asn 


tr I LJ 


lieu 


IIC 


Tvr 
1 yi 


Cys 


Leu 


Phe 


Ser 


Ser 


Gin 


Val 


Phe 


Arg 




nan 










9 qc 










3 00 










1 X J.I 


Leu. 


O CI 




Phe 


Pro 


Pro 


Phe 


Lys 


Trp 


Phe 


Thr 


Cys 


Cys 


Cvs 


Lys 


1 n c: 

j U j 










inn 










0 I J 










32 0 


O CI 


lyr 




As n 


Asn 


Ser 


Gin 


Gin 


Asn 


Arg 


Cys 


His 


Thr 


Val 


Glv 


Arg 










J Z ZD 










330 










3 3 5 




Arg 


Leu 


His 


Asn 


Ser 


Cys 


Asp 


Ser 


Met 


Arg 


Thr 


Leu 


Thr 


Thr 


Ser 


Leu 








340 










345 










350 






Thr 


Val 


Ser 


Arg 


Arg 


Ser 


Thr 


Asn 


Lys 


Thr 


Asn 


Ala 


Arg 


Val 


Val 


He 






355 










360 










365 








Cys 


Glu 


Arg 


Pro 


Thr 


Lys 


Val 


Val 


Thr 


Val 


Pro 


Ala 


Met 


Ser 


Glu 


Val 




370 










375 










380 











<210> 13 

<211> 1191 

<212> DNA 

<213> Drosophila melanogaster 

<220> 

<221> CDS 

<222> (1) . . (1191) 

<223> Drosophila CG6111 Celera fly genome project sequence, 
pigment -dispensing factor (PDF) receptor 

<400> 13 

atgaaatgtg accacacttt gttctttgea ctcttccaga ccgaacagtt tgctgtgctc 60 

tggatcctgt tcaccgtcat cgttctgggc aattcagctg ttctgttcgt gatgttcatc 120 

aacaagaatc geaagtcgeg gatgaactac ttcattaaac agctggcatt ggcagatctg 180 



10 



tgcgtgggac 
gcaggcaacc 
acctacgtgc 
ttctcaaagt 
ttgttttcgc 
tgctggattg 
actctatttg 
atttgggcaa 
gccaggaggg 
acattgacca 
ctgcaggtct 
caaagtctgg 
caggtctttc 
tcataccgca 
agttgcgatt 
aagacgaacg 
atgtcggagc 



tgctcaacgt 
tggcctgcaa 
tggtggccat 
cgtggaaaag 
ttcccatcct 
agttgggttc 
ccattcctgc 
agggttccat 
ccagctcgag 
tcgtgtttgt 
ttggccagat 
caccgctgaa 
gcacattaag 
acaactcgca 
cgatgaggac 
cccgtgtggt 
gacgcggagt 



cctcaccgac 
ggccatccgc 
gagcatcgac 
agcccgtcac 
ggttttgtac 
accgatcgcc 
gctgatcata 
ttttgtaccc 
gggcattatt 
gttcatcatc 
tccacactca 
ctcggcggcg 
tcgctttccg 
gcaaaaccgc 
actgaccact 
aatctgcgaa 
ttctctaaag 



atcatatggc 
ttctcgcagg 
agatacgatg 
ctggtggctg 
gaggagaagc 
tggcaggtgt 
tctgcctgct 
acggaacgtg 
ccacgggcaa 
tgctggtcgc 
cagaccaaca 
aatccactaa 
ccttttaagt 
tgccacacgg 
tcgttgacgg 
cgtcccacca 
gggaacacgg 



gcatcacgat 
tctgcgtcac 
ccatcacaca 
gcgcatggct 
tcatccaagg 
acatgagcct 
atgcgatcat 
ctggttttgg 
aggtcaaaac 
cgtatatcat 
ttgccatcgc 
tctattgcct 
ggttcacatg 
ttggtcgtcg 
tttcccgaag 
aggtggttac 
acatcctgtg 



ttcgtggcgg 
atactcgtcc 
ccccatgaac 
catctcggcg 
acatccgcaa 
ggtgtcggcc 
cgtaaagacg 
agctgcacct 
ggtcaagatg 
cttcgatctg 
caccttcatc 
cttctcatcg 
ctgctgcaag 
gcttcacaac 
gtccaccaac 
cgtgccagcc 
a 



240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1191 



<210> 14 
<211> 396 
<212> PRT 

<213> Drosophila melanogaster 
<220> 

<223> Drosophila CG6111 Celera fly genome project sequence, 
pigment -dispensing factor (PDF) receptor 



<400> 14 

Met Lys Cys Asp His Thr Leu Phe Phe Ala Leu Phe Gin Thr Glu Gin 

15 10 15 

Phe Ala Val Leu Trp lie Leu Phe Thr Val lie Val Leu Gly Asn Ser 

20 25 30 

Ala Val Leu Phe Val Met Phe lie Asn Lys Asn Arg Lys Ser Arg Met 

35 40 45 

Asn Tyr Phe lie Lys Gin Leu Ala Leu Ala Asp Leu Cys Val Gly Leu 

50 55 60 

Leu Asn Val Leu Thr Asp lie lie Trp Arg lie Thr lie Ser Trp Arg 
65 70 75 80 

Ala Gly Asn Leu Ala Cys Lys Ala lie Arg Phe Ser Gin Val Cys Val 

85 90 95 

Thr Tyr Ser Ser Thr Tyr Val Leu Val Ala Met Ser lie Asp Arg Tyr 

100 105 110 

Asp Ala lie Thr His Pro Met Asn Phe Ser Lys Ser Trp Lys Arg Ala 

115 120 125 

Arg His Leu Val Ala Gly Ala Trp Leu lie Ser Ala Leu Phe Ser Leu 

130 135 140 

Pro lie Leu Val Leu Tyr Glu Glu Lys Leu lie Gin Gly His Pro Gin 
145 150 155 160 

Cys Trp He Glu Leu Gly Ser Pro He Ala Trp Gin Val Tyr Met Ser 

165 170 175 

Leu Val Ser Ala Thr Leu Phe Ala He Pro Ala Leu He He Ser Ala 

180 185 190 

Cys Tyr Ala He He Val Lys Thr He Trp Ala Lys Gly Ser He Phe 

195 200 205 

Val Pro Thr Glu Arg Ala Gly Phe Gly Ala Ala Pro Ala Arg Arg Ala 

210 215 220 

Ser Ser Arg Gly He He Pro Arg Ala Lys Val Lys Thr Val Lys Met 
225 230 235 240 

Thr Leu Thr He Val Phe Val Phe He He Cys Trp Ser Pro Tyr He 
245 250 255 



11 



lie Phe 

Asn lie 

Ala Ala 
290 
Thr Leu 
305 

Ser Tyr 

Arg Leu 

Thr Val 

Cys Glu 
370 
Arg Gly 
385 



Asp 

Ala 
275 
Asn 

Ser 

Arg 

His 

Ser 
355 
Arg 

Val 



Leu 
260 
He 

Pro 

Arg 

Asn 

Asn 
340 
Arg 

Pro 

Ser 



Leu Gin 

Ala Thr 

Leu He 

Phe Pro 
310 
Asn Ser 
325 

Ser Cys 

Arg Ser 

Thr Lys 

Leu Lys 
390 



Val Phe Gly 
265 

Phe He Gin 

280 
Tyr Cys Leu 
295 

Pro Phe Lys 

Gin Gin Asn 

Asp Ser Met 
345 

Thr Asn Lys 

360 
Val Val Thr 
375 

Gly Asn Thr 



Gin He Pro 

Ser Leu Ala 

Phe Ser Ser 
300 

Trp Phe Thr 
315 

Arg Cys His 
330 

Arg Thr Leu 

Thr Asn Ala 

Val Pro Ala 
380 

Asp He Leu 
395 



His 

Pro 
285 
Gin 

Cys 

Thr 

Thr 

Arg 
365 
Met 



Ser 
270 
Leu 

Val 

Cys 

Val 

Thr 
350 
Val 



Gin Thr 

Asn Ser 

Phe Arg 

Cys Lys 
320 
Gly Arg 
335 

Ser Leu 



Val He 
Ser Glu Arg 



<210> 15 
<211> 1737 
<212> DNA 
<213> Mus sp . 

<220> 

<221> CDS 

<222> (1) . . (1302) 

<223> mouse G-protein coupled receptor (GPCR) TGR34 6a 



<400> 15 

atgcaggcgc 

actcgggaac 

cccgcgcgcg 

tttggcaact 

aacatcttca 

gtcacgatgc 

gtgcccttcg 

gttgagaggc 

agggctttca 

tggcacgtac 

tgtttggaag 

atcctcttcc 

ctgtggatca 

atgtccaaaa 

ctcttcgctg 

tttgaaaaag 

ggctttttca 

aagaattttt 

aagcctggaa 

cgtccagtgg 

tgtgagcagc 

ctttctgaaa 

tatcatttgt 

gaagagaaac 

aaaaattatt 

aataaagcag 

gtattgctac 

ctgaacatca 

ctgacatctg 



tcaacatcac 
agttcattca 
ctaaactggc 
ctctggtcat 
tctgctctct 
tccagaacat 
tccagtccac 
accaaggact 
caatcttggg 
aacgcctcga 
agtgggccag 
tcctgccgct 
agaagagagt 
tagccaggaa 
cgtgctgggc 
agtatgatga 
actccatctg 
tgtctgcggt 
attctgggat 
cggaagccaa 
caggggagaa 
actctacttt 
atggaaagtt 
aagacatgtt 
ataacagctt 
tggttttggc 
actggatgaa 
taatgtagtt 
tgccataatt 



cgcggagcag 
tcgctatggg 
ctttgcgctg 
ctatgtggtg 
ggcactcagt 
ctccgacaag 
tgctgttgtg 
catccatcct 
tgtggtctgg 
gattaagtat 
ccccatgcac 
tgtggtgatg 
tggagacagt 
gaagaagcgg 
acctttccat 
tgtcacaatc 
taatcccttt 
ttgttattgc 
ttcaatgatg 
aggagactta 
aaggcaactc 
cggcagtgga 
attttaagca 
ttccatttaa 
tgtagatgat 
agcagtttta 
aattattaaa 
tgtagtgtgc 
aaaaaatcaa 



ttttcccggc 
ctgcgaccgc 
gctggagcac 
acccgcagca 
gatctgctca 
tggctgggtg 
acggaaatcc 
tttaaaatga 
ttggcagcca 
gacttcctct 
cagagaatct 
cttgtcctct 
tcagcacttc 
gctgtcgtta 
gttgttcaca 
aagatggttt 
gtgtatgcat 
atagtaagag 
caaaagagag 
ttcagcgatg 
aagcgacagc 
catgaactgt 
aaggtcagga 
atgaacataa 
aaaagtagat 
tccatgtagt 
attgtgtcat 
tgtaaacgtt 
ggaggatgaa 



tgctgagcgc 
tggtctacac 
tcatttttgc 
aggccatgcg 
ttgccttctt 
gtgccttcat 
tcaccatgac 
agtggcagta 
tcatcgtagg 
atgagaaaga 
acaccacctt 
acagcaagat 
agactatcca 
tgatggtgac 
tgatggttga 
ttgctgttgc 
ttatgaatga 
aaaccttctc 
caaagttatc 
ccaacgttga 
ttgccttctt 
aatgatatcc 
ctattttttt 
tacataacac 
ttttgaaagt 
caatgtaatg 
catccttgaa 
tgtaaaatca 
gaatcaggca 



gcacaacctg 
tccggagctg 
cctggcgctc 
caccgtcacc 
ctgcatcccc 
ctgcaagatg 
ttgcatcgct 
cactacccga 
atcacccatg 
acatgtctgc 
catcctcgtc 
tggctatgaa 
cgggaaagaa 
agtggtggct 
gtacagtaac 
acaaacaatt 
aaacttcaaa 
cccaggacag 
acgatcacag 
tgtcaaattg 
tagttctgaa 
tcatagctaa 
taaatgacaa 
tgtaactttg 
cttcgtacat 
tgacttttat 
tattaaacat 
gcctttggaa 
agtgaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1737 
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<210> 16 
<211> 433 
<212> PRT 
<213> Mus sp . 

<220> 

<223> mouse G-protein coupled receptor (GPCR) TGR34 6a 
<400> 16 

Met Gin Ala Leu Asn He Thr Ala Glu Gin Phe Ser Arg Leu Leu Ser 

15 10 15 

Ala His Asn Leu Thr Arg Glu Gin Phe He His Arg Tyr Gly Leu Arg 

20 25 30 

Pro Leu Val Tyr Thr Pro Glu Leu Pro Ala Arg Ala Lys Leu Ala Phe 

35 40 45 

Ala Leu Ala Gly Ala Leu He Phe Ala Leu Ala Leu Phe Gly Asn Ser 

50 55 60 

Leu Val He Tyr Val Val Thr Arg Ser Lys Ala Met Arg Thr Val Thr 
65 70 75 80 

Asn He Phe He Cys Ser Leu Ala Leu Ser Asp Leu Leu He Ala Phe 

85 90 95 

Phe Cys He Pro Val Thr Met Leu Gin Asn He Ser Asp Lys Trp Leu 

100 105 110 

Gly Gly Ala Phe He Cys Lys Met Val Pro Phe Val Gin Ser Thr Ala 

115 120 125 

Val Val Thr Glu He Leu Thr Met Thr Cys He Ala Val Glu Arg His 

130 135 140 

Gin Gly Leu He His Pro Phe Lys Met Lys Trp Gin Tyr Thr Thr Arg 
145 150 155 160 

Arg Ala Phe Thr He Leu Gly Val Val Trp Leu Ala Ala He He Val 

165 170 ' 175 

Gly Ser Pro Met Trp His Val Gin Arg Leu Glu He Lys Tyr Asp Phe 

180 185 190 

Leu Tyr Glu Lys Glu His Val Cys Cys Leu Glu Glu Trp Ala Ser Pro 

195 200 205 

Met His Gin Arg He Tyr Thr Thr Phe He Leu Val He Leu Phe Leu 

210 215 220 

Leu Pro Leu Val Val Met Leu Val Leu Tyr Ser Lys He Gly Tyr Glu 
225 230 235 240 

Leu Trp He Lys Lys Arg Val Gly Asp Ser Ser Ala Leu Gin Thr He 

245 250 255 

His Gly Lys Glu Met Ser Lys He Ala Arg Lys Lys Lys Arg Ala Val 

260 265 270 

Val Met Met Val Thr Val Val Ala Leu Phe Ala Ala Cys Trp Ala Pro 

275 280 285 

Phe His Val Val His Met Met Val Glu Tyr Ser Asn Phe Glu Lys Glu 

290 295 300 

Tyr Asp Asp Val Thr He Lys Met Val Phe Ala Val Ala Gin Thr He 
305 310 315 320 

Gly Phe Phe Asn Ser He Cys Asn Pro Phe Val Tyr Ala Phe Met Asn 

325 330 335 

Glu Asn Phe Lys Lys Asn Phe Leu Ser Ala Val Cys Tyr Cys He Val 

340 345 350 

Arg Glu Thr Phe Ser Pro Gly Gin Lys Pro Gly Asn Ser Gly He Ser 

355 360 365 

Met Met Gin Lys Arg Ala Lys Leu Ser Arg Ser Gin Arg Pro Val Ala 

370 375 380 

Glu Ala Lys Gly Asp Leu Phe Ser Asp Ala Asn Val Asp Val Lys Leu 
385 390 395 400 

Cys Glu Gin Pro Gly Glu Lys Arg Gin Leu Lys Arg Gin Leu Ala Phe 
405 410 415 
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Phe Ser Ser Glu Leu Ser Glu Asn Ser Thr Phe Gly Ser Gly His Glu 
420 425 430 

Leu 



<210> 17 
<211> 1772 
<212> DNA 
<213> Mus sp. 

<220> 
<221> CDS 

<222> (1) . . (1251) , 

<223> mouse G-protein coupled receptor (GPCR) TGR3 4 6b 



<400> 17 

atgtcgtgga 

cgcgctcagt 

gcgcgcgcca 

ggcaacgccc 

atcttcatct 

accatgctcc 

ccatttgtcc 

gaaaggcacc 

gctttcacaa 

catgtgcagc 

ctggaagagt 

ctcttcctgc 

tggatcaaga 

ttcaaaatag 

tttgctgtgt 

gaaaaggaat 

tttttcaact 

aactttgtgt 

catggaagtt 

cctgtagaga 

cagccagaaa 

tctgagagct 

atactgtaat 

gttgacaaac 

gcacgataag 

attaaaacaa 

gtaagctgca 

aaaatttaaa 

agtaacttgt 

atatgatttc 



acttgaccgc 
tcatcgcgca 
ggctggccct 
tggtagtcta 
gctccctggc 
agaacgtctc 
agtgcactgc 
agggacttgt 
tgctaggtgt 
gacttgagat 
ggagcagccc 
taccactgtt 
aaagaatcgg 
ccagaaagaa 
gctgggcacc 
atgatgaagt 
ccatctgtaa 
ctgccgtttg 
caggagctat 
tcaaaggaga 
agaagaagag 
ctgctgtaga 
cgaaagaaaa 
actcagaagg 
tttgaggata 
ccatccttaa 
attttgaaaa 
tgtgttttta 
ataaaactca 
ctatatattg 



ggagcagctc 
ctatgggctg 
cctgctggtc 
tgtggtgacc 
actcagcgac 
ggacacctgg 
cattgtgaca 
ccatcctttt 
ggtgtggctg 
taagtatgac 
cgtgcaccag 
gctgctctct 
ggatggctca 
gaagcgagct 
tttccacatc 
cacaatcaag 
tcccattatt 
ctattgcatt 
ggtgatgcac 
agcatttggg 
gagatcaaaa 
cgtgaacact 
tgattttgag 
cagggacagg 
acctgggcta 
ctaatgataa 
attattgaac 
ttgtatgtat 
atgatctcag 
ctaaattgaa 



tcggcgctgc 
cggccactgg 
ggcatgctca 
cgcagcaagg 
ctgctcatcg 
ctggggggtg 
gaaatcctta 
aaaatgaagc 
gtggccatca 
ttcctatatg 
aagatctaca 
gtcctctacg 
gtgctccgaa 
gtgatcatga 
gttcacatga 
atgatttttg 
tatgcactta 
gtgaaggaaa 
aggagggcaa 
ggcagcaaca 
gtggcatctt 
gtaccaatgt 
aaaaagccag 
ggattcaaga 
caagagaccc 
tgacaaagta 
cacccttgtg 
atggttggtt 
ctagtaactt 
tg 



ttcggctgca 
tgctcacccc 
tctttgccct 
ccatgcgcac 
tcttcttctg 
ccttcatttg 
ctatgacctg 
ggcagtacac 
tcataggatc 
aaaaagaaca 
ccaccttcat 
ggaaaatcgg 
ctattcatgg 
tggtgacagt 
tgattgaata 
ctatagtgca 
tgaatgaaaa 
caccttcttc 
agttagctgc 
tcgatatcaa 
gtcctcttta 
cttcagaatg 
agagctttca 
gtttaaagtc 
tgtctcaaga 
tttttccatt 
attaatagat 
tacctgtgta 
tcttctgtgt 



caacctgacg 
gcagcttccc 
ggcgctcttc 
cgtcaccaac 
catcccggtc 
caaaatggtc 
cattgctgtg 
caatcaaaga 
acccatgtgg 
catctgctgc 
ccttgtcacc 
ttatgagctt 
aaaagaaatg 
cgtggttctc 
cagtaatttt 
aataattgga 
cttcaaaaaa 
agcacggaag 
aagagagaat 
gtggtgtgaa 
gttccgaatt 
agtatctgtc 
tattaaaaat 
atccttagct 
agccataata 
gaaaatacat 
gaagtttaaa 
tatgtctttc 
ggtcaatgtg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1772 



<210> 18 

<211> 416 

<212> PRT 

<213> Mus sp. 

<220> 

<221> CDS 

<222> (1) . . (1302) 

<223> mouse G-protein coupled receptor (GPCR) TGR3 4 6b 
<400> 18 

Met Ser Trp Asn Leu Thr Ala Glu Gin Leu Ser Ala Leu Leu Arg Leu 
15 10 15 



14 




His 


Asn 


Leu 


Thr 


Arc 


Ala 


Gin 


Phe 


He 


Ala 


His 


Tvr 


Glv 


Leu 


Arg 


Pro 








2 0 










25 










3 0 






Leu 


Val 


Leu 


Thr 


Pro 


Gin 


Leu 


Pro 


Ala 


Arg 


Ala 


Ara 


Leu 


Ala 


Leu 


Leu 
















4 0 










45 








Leu 


Val 


Glv 


Met 


Leu 


lie 


Phe 


Ala 


Leu 


Ala 


Leu 


Phe 


Gly 


Asn 


Ala 


Leu 




50 










55 










60 










Val 


Val 


Tvr 


Val 


Val 


Thr 


Arcr 


Ser 


Lvs 

xjy u 


Ala 


Met 


Arq 


Thr 


Val 


Thr 


Asn 


65 










70 










75 










80 


lie 


Phe 


lie 


Cys 


Ser 


Leu 


Ala 


Leu 


Ser 


Asp 


Leu 


Leu 


He 


Val 


Phe 


Phe 










85 










90 










95 




Cys 


lie 


Pro 


Val 


Thr 


Met 


Leu 


Gin 


Asn 


Val 


Ser 


Asp 


Thr 


Trp 


Leu 


Gly 








100 










105 










110 






Glv 


Ala 


Phe 


lie 


Cys 


Lys 


Met 


Val 


Pro 


Phe 


Val 


Gin 


Cvs 


Thr 


Ala 


He 






115 










12 0 










125 








Val 


Thr 


Glu 


lie 


Leu 


Thr 


Met 


Thr 


Cys 


He 


Ala 


Val 


Glu 


Ara 


His 


Gin 




13 0 










135 










140 










Glv 


Leu. 


Val 


His 


Pro 


Phe 


Lvs 


Met 


LVS 


Arcr 


Gin 


Tvr 


Thr 


Asn 


Gin 


Arg 


145 










150 










155 










160 


Ala 


Phe 


Thr 


Met 


Leu 


Glv 


Val 


Val 


Trn 


Leu 


Val 


Ala 


He 


He 


He 


Glv 










165 










17 0 










175 




Ser 


Pro 


Met 


Trn 
j. j.p 


His 


Val 


Gin 


Arcr 


Leu 


Glu 


He 


Lvs 

JL 


Tvr 


ASTD 


Phe 


Leu 








180 










185 










190 






Tvr 

Jl 


Glu 


Lys 


Glu 


His 


He 


Cvs 


Cvs 


Leu 


Glu 


Glu 


Trp 


Ser 


Ser 


Pro 


Val 






195 










2 0 0 










205 








His 


Gin 


Lys 


lie 


Tvr 

JL 


Thr 


Thr 


Phe 


He 


Leu 


Val 


Thr 


Leu 


Phe 


Leu 


Leu 




210 










215 










22 0 










Pro 


Leu 


Leu 


Leu 


Leu 


Ser 


Val 


Leu 


Tvr 

a y j- 


Glv 


Lys 


He 


Glv 


Tvr 

JL 


Glu 


Leu 


2 2 5 










2 3 0 










2 3 5 










240 


J. J-P 


lie 


Lys 


Lys 


Arg 


He 


Gly 


Asp 


Glv 


Ser 


Val 


Leu 


Ara 


Thr 


He 


His 










2 4 5 










2 50 










255 




Gly 


Lys 


Glu 


Met 


Phe 


Lys 


He 


Ala 


Arg 


Lys 


Lys 


Lys 


Arcr 


Ala 


Val 


He 








2 60 










265 










270 






Met 


Met 


Val 


Thr 


Val 


Val 


Val 


Leu 


Phe 


Ala 


Val 


Cvs 


TrD 


Ala 


Pro 


Phe 
















2 8 0 










2 85 








His 


lie 


Val 


His 


Met 


Met 


He 


Glu 


Tvr 


Ser 


Asn 


Phe 


Glu 


Lvs 


Glu 


Tyr 




2 90 










295 










300 










Asp 


Glu 


Val 


Thr 


lie 


Lys 


Met 


He 


Phe 


Ala 


He 


Val 


Gin 


He 


He 


Gly 


3 0 5 










310 










315 










320 


Phe 


Phe 


Asn 


Ser 


lie 


Cvs 


Asn 


Pro 


He 


He 


Tvr 


Ala 


Leu 


Met 


Asn 


Glu 










3 2 5 










3 3 0 










335 




Asn 


Phe 


Lys 


Lys 


Asn 


Phe 


Val 


Ser 


Ala 


Val 


Cvs 


Tvr 


Cvs 


He 


Val 


Lys 








34 0 










345 










35 0 






Glu 


Thr 


Pro 


Ser 


Ser 


Ala 


Ara 


Lvs 


His 


Glv 


Ser 


Ser 


Glv 


Ala 


Met 


Val 






c: c 










7 n 
j 0 \j 










3 65 








Met 


His 


Arg 


Arg 


Ala 


Lys 


Leu 


Ala 


Ala 


Arg 


Glu 


Asn 


Pro 


Val 


Glu 


He 




370 










375 










380 










Lys 


Gly 


Glu 


Ala 


Phe 


Gly 


Gly 


Ser 


Asn 


He 


Asp 


He 


Lys 


Trp 


Cys 


Glu 


385 










390 










395 










400 


Gin 


Pro 


Glu 


Lys 


Lys 


Lys 


Arg 


Arg 


Ser 


Lys 


Val 


Ala 


Ser 


Cys 


Pro 


Leu 










405 










410 










415 





<210> 19 
<211> 402 
<212> PRT 

<2 13 > Homo sapiens 
<220> 

<2 23> human melanin-concentrating hormone receptor 
(MCHrl) 
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<400> 19 
Met Leu Cys Pro 
1 

His Gin Glu Thr 
20 

Glu Gly Arg Glu 
35 

Leu Glu Ala Glu 
50 

Met Ser Asn Ser 
65 

Arg Thr Gly Ser 

Gly Thr lie Cys 
100 

Ala Val Val Lys 
115 

lie Phe lie lie 
130 

Met Pro Phe Met 
145 

Gly Glu Thr Met 

Phe Thr Ser Thr 
180 

Ala Thr Val His 
195 

Ala Thr Leu Val 
210 

Thr Pro Val Trp 
225 

Val Gly Cys Gly 

Phe Thr Leu Tyr 
260 

He Thr Ala Ala 
275 

Ala Pro Ala Ser 
290 

Arg Thr Ala He 
305 

Tyr Tyr Val Leu 

Thr Phe Val Tyr 
340 

Ser Cys Leu Asn 
355 

Lys Arg Leu Val 
370 

Ala Val Ser Asn 
385 

Gly Thr 



OCX 


Lys 


Thr 


Asp 


5 








His 


Gly 


Glu 


Gly 


Asn 


Gly 


Gly 










40 


His 


Ala 


Ser 


Arg 






55 






Arg 


Leu 


Leu 










Tip 

lie 


Q o t" 
OCX 


iyr 


Tip 
11C 


ft ^ 








Leu 


lieu 


n~\ \r 
o±y 


Tip 

lie 


Lys 


Ser 


Lys 


Leu 








120 


Asn 


Leu 


Ser 


Val 






i j -j 




J LC 


nx o 


will 


Leu 




150 






Cys 


Thr 


Jj6U 


He 


165 








iyr 


Tip 
J LC 


J-IC Li 


Thr 


if X \J 


Tip 
11C 


Ser 


Ser 








200 


He 


Cys 


Leu 


Leu 






215 




Leu 


iyr 


A 1 -a 
rt.1 d 


Arg 




2 3 0 






Tip 

lie 


Arg 


Leu 


Pro 


Z ft 3 








r* 1 n 

(j in 


rue 


riie 


Leu 


Tyr 


\r 3 1 
Vdl 


Arg 


Tip 

lie 








280 


Gin 


Arg 


Ser 


He 






oot: 




A "1 -a 


Tip 

lie 


Pi/a 


Leu 




310 






vj±n 


Leu 


1 111 


Vjl 11 


^ ~y c 








Leu 


Tyr 


Asn 


Aid 


Pro 


Phe 


Val 


Tyr 








360 


Leu 


Ser 


Val 


Lys 






375 




Ala 


Gin 


Thr 


Ala 




390 







Gly Ser Gly His 
10 

Lys Arg Asp Lys 
25 

Gly Phe Gin Met 

Met Ser Val Leu 
60 

Leu Leu Ser Pro 
75 

Asn He He Met 
90 

He Gly Asn Ser 
105 

His Trp Cys Asn 

Val Asp Leu Leu 
140 

Met Gly Asn Gly 
155 

Thr Ala Met Asp 
170 

Ala Met Ala He 
185 

Thr Lys Phe Arg 

Trp Ala Leu Ser 
220 

Leu He Pro Phe 
235 

Asn Pro Asp Thr 
250 

Ala Phe Ala Leu 
265 

Leu Gin Arg Met 

Arg Leu Arg Thr 
300 

Val Phe Phe Val 
315 

Leu Ser He Ser 
330 

Ala He Ser Leu 
345 

He Val Leu Cys 

Pro Ala Ala Gin 
380 

Asp Glu Glu Arg 
395 



Ser Gly Arg He 
15 

He Ser Asn Ser 
30 

Asn Gly Gly Ser 
45 

Arg Ala Lys Pro 

Gly Ser Pro Pro 
80 

Pro Ser Val Phe 
95 

Thr Val He Phe 
110 

Asn Val Pro Asp 
125 

Phe Leu Leu Gly 

Val Trp His Phe 
160 

Ala Asn Ser Gin 
175 

Asp Arg Tyr Leu 
190 

Lys Pro Ser Val 
205 

Phe He Ser He 

Pro Gly Gly Ala 
240 

Asp Leu Tyr Trp 
255 

Pro Phe Val Val 
270 

Thr Ser Ser Val 
285 

Lys Arg Val Thr 

Cys Trp Ala Pro 
320 

Arg Pro Thr Leu 
335 

Gly Tyr Ala Asn 
350 

Glu Thr Phe Arg 
365 

Gly Gin Leu Arg 

Thr Glu Ser Lys 
400 



<210> 20 

<211> 391 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> human somatostatin receptor 1 (SSTR1) 
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<400> 20 
Met Phe Pro Asn 
1 

Ser Pro Gly Ser 
20 

Gly Ala Ala Asp 
35 

Gly Thr Leu Ser 
50 

Tyr Ser Val Val 
65 

Tyr Val lie Leu 

lie Leu Asn Leu 
100 

Phe Leu Val Thr 
115 

Leu Cys Arg Leu 
130 

lie Tyr Cys Leu 
145 

His Pro lie Lys 

Val Asn Leu Gly 
180 

Val Val Phe Ser 
195 

Asn Met Leu Met 
210 

Leu Tyr Thr Phe 
225 

Leu Cys Tyr Val 

Ala Gly Trp Gin 
260 

Val Met Met Val 
275 

Val Val Gin Leu 
290 

Ser Gin Leu Ser 
305 

lie Leu Tyr Gly 

lie Leu Cys Leu 
340 

Tyr Tyr Ala Thr 
355 

Gin Pro Glu Asn 
370 

Thr Ser Arg He 
385 



Gly Thr Ala Ser 
5 

Cys Gly Glu Gly 

Gly Met Glu Glu 
40 

Glu Gly Gin Gly 
55 

Cys Leu Val Gly 
70 

Arg Tyr Ala Lys 
85 

Ala He Ala Asp 

Ser Thr Leu Leu 
120 

Val Leu Ser Val 
135 

Thr Val Leu Ser 
150 

Ala Ala Arg Tyr 
165 

Val Trp Val Leu 

Arg Thr Ala Ala 
200 

Pro Glu Pro Ala 
215 

Leu Met Gly Phe 
230 

Leu lie He Ala 
245 

Gin Arg Lys Arg 

Val Met Val Phe 
280 

Val Asn Val Phe 
295 

Val He Leu Gly 
310 

Phe Leu Ser Asp 
325 

Ser Trp Met Asp 

Ala Leu Lys Ser 
360 

Leu Glu Ser Gly 
375 

Thr Thr Leu 
390 



Ser Pro Ser Ser 
10 

Gly Gly Ser Arg 
25 

Pro Gly Arg Asn 

Ser Ala He Leu 
60 

Leu Cys Gly Asn 
75 

Met Lys Thr Ala 
90 

Glu Leu Leu Met 
105 

Arg His Trp Pro 

Asp Ala Val Asn 
140 

Val Asp Arg Tyr 
155 

Arg Arg Pro Thr 
170 

Ser Leu Leu Val 
185 

Asn Ser Asp Gly 

Gin Arg Trp Leu 
220 

Leu Leu Pro Val 
235 

Lys Met Arg Met 
250 

Ser Glu Arg Lys 
265 

Val He Cys Trp 

Ala Glu Gin Asp 
300 

Tyr Ala Asn Ser 
315 

Asn Phe Lys Arg 
330 

Asn Ala Ala Glu 
345 

Arg Ala Tyr Ser 

Gly Val Phe Arg 
380 



Ser Pro Ser Pro 
15 

Gly Pro Gly Ala 
30 

Ala Ser Gin Asn 
45 

He Ser Phe He 

Ser Met Val He 
80 

Thr Asn He Tyr 
95 

Leu Ser Val Pro 
110 

Phe Gly Ala Leu 
125 

Met Phe Thr Ser 

Val Ala Val Val 
160 

Val Ala Lys Val 
175 

He Leu Pro He 
190 

Thr Val Ala Cys 
205 

Val Gly Phe Val 

Gly Ala He Cys 
240 

Val Ala Leu Lys 
255 

He Thr Leu Met 
270 

Met Pro Phe Tyr 
285 

Asp Ala Thr Val 

Cys Ala Asn Pro 
320 

Ser Phe Gin Arg 
335 

Glu Pro Val Asp 
350 

Val Glu Asp Phe 
365 

Asn Gly Thr Cys 



<210> 21 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : flexible linker 
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<2 21> MOD_RES 
<222> (6) . . (200) 

<223> Gly at positions 6-200 may be present or absent 
<400> 21 



Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


1 








5 










10 










15 




Gly 


Gly 


Gly 


Gly 
20 


Gly 


Gly 


Gly 


Gly 


Gly 
25 


Gly 


Gly 


Gly 


Gly 


Gly 
30 


Gly 


Gly 


Gly 


Gly 


Gly 
3 5 


Gly 


Gly 


Gly 


Gly 


Gly 
40 


Gly 


Gly 


Gly 


Gly 


Gly 
45 


Gly 


Gly 


Gly 


Gly 


Gly 
50 


Gly 


Gly 


Gly 


Gly 


Gly 
55 


Gly 


Gly 


Gly 


Gly 


Gly 
60 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


65 










70 










75 










80 


Gly 


Gly 


Gly 


Gly 


Gly 
85 


Gly 


Gly 


Gly 


Gly 


Gly 
90 


Gly 


Gly 


Gly 


Gly 


Gly 
95 


Gly 


Gly 


Gly 


Gly 


Gly 
100 


Gly 


Gly 


Gly 


Gly 


Gly 
105 


Gly 


Gly 


Gly 


Gly 


Gly 
110 


Gly 


Gly 


Gly 


Gly 


Gly 
115 


Gly 


Gly 


Gly 


Gly 


Gly 
120 


Gly 


Gly 


Gly 


Gly 


Gly 
125 


Gly 


Gly 


Gly 


Gly 


Gly 
130 


Gly 


Gly 


Gly 


Gly 


Gly 
135 


Gly 


Gly 


Gly 


Gly 


Gly 
140 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


145 










150 










155 










160 


Gly 


Gly 


Gly 


Gly 


Gly 
165 


Gly 


Gly 


Gly 


Gly 


Gly 
170 


Gly 


Gly 


Gly 


Gly 


Gly 
175 


Gly 


Gly 


Gly 


Gly 


Gly 
180 


Gly 


Gly 


Gly 


Gly 


Gly 
185 


Gly 


Gly 


Gly 


Gly 


Gly 
190 


Gly 


Gly 


Gly Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 



















195 200 



<210> 22 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR342Left PCR 
expression profiling primer 

<400> 22 

ggaaagtcca cgaacaatga a 



<210> 23 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR342Right PCR 
expression profiling primer 

<400> 23 

tgaataagaa aaggcattcc aac 
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* 




<210> 24 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Left primer 

<400> 24 

ccagtgtggt agatacagtc atcctccctt c 31 



<210> 25 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : Right primer 



<210> 26 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR60L : Fwd PCR 
primer 

<400> 26 

caccatgcca gccaacttca cagagggcag c 31 



<210> 27 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR60L : Rev PCR 
primer 



<210> 28 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR6 OS : Fwd PCR 
primer 

<400> 28 

caccatgcca gccaacttca cagagggcag c 31 



<400> 25 

actcactata gggctcgagc ggc 



23 



<400> 27 

ctagatgaat tctggcttgg acag 



24 



19 



<210> 29 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR6 OS : Rev PCR 
primer 

<400> 29 

ctagtcattt ccatctatga tcctgca 27 



<210> 30 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR60 : Forward 
primer 

<400> 30 

ctggagcctg tcttttctgt tctcc 25 



<210> 31 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR6 0 : Reverse 
primer 

<400> 31 

ggcaggttct gaatgatcac agagg 2 5 



<210> 32 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : CG6111 PCR 
Forward primer 

<400> 32 

atgaaatgtg accacacttt gttc 24 



<210> 33 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : CG61 11 PCR 
Reverse primer 



20 



<400> 33 

tgccttcaca ggatgtccgt gttc 



<210> 34 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : CG611 Celera 
fly genome project protein carboxy terminus 

<400> 34 

Arg Arg Gly Val Ser Leu Lys Gly Asn Thr Asp lie Leu 
15 10 



<210> 35 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR3 3 9Left PCR 
primer 

<400> 35 

atccccttca atgtgtcctc 



<210> 36 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR3 3 9Right PCR 
primer 

<400> 36 

gcagtagccc caggtagtgt 



<210> 37 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : TGR346Left PCR 
expression profiling primer 

<400> 37 

gctttcacaa tgctaggtga gg 



<210> 38 

<211> 22 

<212> DNA 

<213> Artificial 



Sequence 





<220> 

<223> Description of Artificial Sequence : TGR34 6Right PCR 
expression profiling primer 



<400>. 38 

agcaagatgt cgtttgagct tt 



22 



<210> 39 

<211> 27 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence : ms346a Fwd 
primer for FLcloning 

<400> 39 

caccatgcag gcgctcaaca tcaccgc 27 



<210> 40 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :ms346a Rev 
primer for FLcloning 



<210> 41 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346b Fwd 
primer for FLcloning 

<400> 41 

caccatgtcg tggaacttga ccgcgga 27 



<210> 42 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346b Rev 
primer for FLcloning 



<400> 
ttaca^ 



40 

gttca tgtccactgc cgaaagta 



28 



<400> 42 

ctaaagagga caagatgcca cttttga 



27 



22 



<210> 43 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :ms 3 4 6a RACE1 
primer 

<400> 43 

gctctttggc aactctctgg tcatc 25 



<210> 44 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346a RACE 2 
primer 

<400> 44 

gcacgtacaa cgcctcgaga ttaag 25 



<210> 45 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :ms346a RACE 3 
primer 

<400> 45 

accttcatcc tcgtcatcct cttcc 25 



<210> 46 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346b RACE1 
primer 

<400> 46 

acgccctggt agtctatgtg gtgac 25 



<210> 47 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms 3 4 6b RACE 2 
primer 



23 



<400> 47 

tgcaccagaa gatctacacc accttc 



<210> 48 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms 3 4 6b RACE 3 
primer 

<400> 48 

attcttggca ccctcttcct gctac 



<210> 49 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346a Fwd QPCR 
primer 

<400> 49 

aaggcaactc aagcgacagc 



<210> 50 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346a Rev QPCR 
primer 

<400> 50 

caaatgatat tagctatgag gatatcatta ca 



<210> 51 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms34 6a probe 
<220> 

<221> modif ied_base 
<222> (1) 

<223> n = 6FAM-modif ied c 
<220> 

<221> modif ied_base 
<222> (31) 

<22 3 > n = TAMRA -modif ied a 



24 



<400> 51 

ntgaaaactc tactttcggc agtggacatg n 



<210> 52 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : ms346b Fwd QPCR 
primer 

<400> 52 

tcttgtcctc tttagttccg aatttc 



<210> 53 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :ms 3 4 6b Rev QPCR 
primer 

<400> 53 

ttcgattaca gtatgacaga tactcattct 



<210> 54 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :ms346b probe 
<220> 

<221> modif ied_base 
<222> (1) 

<223> n = 6 FAM- modified c 
<220> 

<221> modif ied_base 
<222> (33) 

<223> n = TAMRA- modified c 
<400> 54 

ntctgctgta gacgtgaaca ctgtaccaat gtn 



